Introduction
(Proteobacteria) (Yamamoto and Harayama, 1996) and Micromonospora (Actinobacteria)
77
(Kasai et al., 2000), but also in the phylum Bacteroidetes in the genus Marinilabilia and 78 related taxa (Suzuki et al., 1999) . In these studies, phylogenetic analysis based on the gyrB 
85
In a previous study of aquatic and terrestrial microbial mats in Antarctica, several
86
Flavobacterium strains were isolated that showed low similarity with described
87
Flavobacterium species, based on the partial or full 16S rRNA gene sequences (Peeters et al., 88 submitted). In the present study, we determined the gyrB gene sequence of thirty-three of 89 these new Antarctic isolates and of the type strains of related Flavobacterium species to 90 study the diversity of our isolates in more detail and to elucidate the usefulness of gyrB as a 91 phylogenetic marker for phylogeny in the genus Flavobacterium. We also compared with 92 the phylogeny based on the near complete 16S rRNA gene sequences. 
Strains used

95
The Flavobacterium strains studied here (Table 1) 
207
The phylogenetic trees based on the gyrB sequences (Fig. 2, S2) show that the groups found 208 in the 16S rRNA gene dendrogram (Fig. 1, S1 been observed also for other groups (Yamamoto and Harayama, 1996) . However, overall, 237 the phylogeny of the 16S rRNA (Fig. 1, S1 ) and gyrB (Fig. 2, S2 
476
(only values > 80% are shown). Bar represents 0.05% estimated substitutions.
